illustrates the format for presentation of the data and includes 62 new alterations added to the 16SMDBexp database since the previous announcement (32). Mutated positions are arranged in order beginning with the 5′ end of 16S rRNA and ending with the 3′ end. Phenotypes associated with each alteration are briefly described and designated as to whether the phenotypes were detected in vivo or in vitro. Appropriate references are provided for each alteration. A review of the data and genetic methods employed in the detection of 16S rRNA mutant phenotypes has been published elsewhere (29).
DESCRIPTION
The expanded version of the 16S Ribosomal RNA Mutation Database (16SMDBexp), currently at Franklin and Marshall College, consists of an annotated list of 295 alterations distributed over 157 positions in 16S ribosomal RNA from Escherichia coli and in 16S-like rRNA from other organisms. Table 1 illustrates the format for presentation of the data and includes 62 new alterations added to the 16SMDBexp database since the previous announcement (32) . Mutated positions are arranged in order beginning with the 5′ end of 16S rRNA and ending with the 3′ end. Phenotypes associated with each alteration are briefly described and designated as to whether the phenotypes were detected in vivo or in vitro. Appropriate references are provided for each alteration. A review of the data and genetic methods employed in the detection of 16S rRNA mutant phenotypes has been published elsewhere (29) .
The 23S Ribosomal RNA Mutation Database (23SMDB), currently at Franklin and Marshall College, consists of an annotated list of 271 alterations distributed over 143 positions in 23S ribosomal RNA from E.coli and in 23S-like rRNA from other organisms. Table 2 includes 36 new alterations added to the 23SMDBexp database since the previous announcement (32) . A review of the data and genetic methods employed in the detection of 23S rRNA mutant phenotypes will be published elsewhere (33) .
There are currently six text files of ribosomal RNA mutations available: (i) 16SMDBexp and (ii) 23SMDBexp, both described above, (iii) 16SMDB and (iv) 23SMDB, files containing only the data from E.coli, and (v) 16S-likeMDB and (vi) 23S-likeMDB, files containing only the data from organisms other than E.coli (28, (30) (31) (32) . Ultimately the goal of this work is to provide a database that can be queried for specific kinds of information. Our plan is to organize the data, so that one can access, for example: (i) all the data from one specific organism, (ii) all the data for one specific nucleotide position, or (iii) all the data for one specific phenotype. 
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